. Presence/absence data for eighteen taxa sampled across three sampling dates, listed in order of averaged abundance. At each sampling date, organisms were collected from Bogue Sound, NC and mixed together to form a species pool. Samples were taken from the species pool and either preserved for identification or added as propagules to the mesocosm experiment. Filled cells indicate that the taxa was present in at least one preserved sample on sampling date. From Amphilochid down (ranks 14-18), ≤ 3 individuals were counted across all samples from all dates Figure S1 . Plot of proportional abundance of taxa sampled across all three sampling dates vs. the overall rank of each taxa in the entire data set. Ranks correspond to the numbers listed next to each taxa on Table S1 . Sampling dates are indicated by line type, color, and shape as follows: 6/28 (open circle, solid black line), 7/5 (black square, long-dashed green line), 7/12 (grey triangle, short-dashed blue line) Text S1. Diversity Rarefaction 1. For all treatments we determined the minimum number of individuals in any replicate of that treatment, and then randomly subsampled that number of individuals in proportion to their abundance on the focal treatment. 2. For each treatment, we repeated this subsampling 1000 times. For each replicate, we computed measures of both species richness and beta diversity (the mean bootstrapped distance from each reef to the respective treatment centroid [i.e., distance between each reefʼs multivariate location and the multivariate location of the mean community composition per treatment]). Because our treatments had unequal sample sizes, we bias corrected the estimated distances to centroid in each of the contrasted groups using a sqrt(n/(n-1)) correction (analogous to the correction applied in the standard estimation procedure for sample standard deviations). This bias correction for beta diversity contrasts based on unequal sample sizes is novel, although the possibility of such bias is mentioned (and dismissed) by Anderson (2001) and this type of bias correction is discussed in more detail (in a different context) by OʼNeill and Mathews (2000). An option for applying this bias correction automatically will be available in the betadisper function in an upcoming release of the vegan package for community analysis (J. Oksanen, personal communication). 3. Finally, we compared the estimated species richness and beta diversity distributions for each treatment group within a contrast using a two-tailed test. Figure S2 . Nonmetric multidimensional scaling (NMDS) plots based on Jaccardʼs index of dissimilarity based on species incidence in 8 different dispersal treatments. Increased overlap in hulls indicates that replicate mesocosms in different treatments were similar in mean community composition; the area of hulls can loosely be interpreted as a measure of beta diversity. The two variability treatments were a high variability, pulse treatment (open triangles, green), and a low variability, press treatment of propagules (closed circles, red).
